A fast algorithm for low-resolution protein structure prediction.
We propose a new approach for the protein tertiary structure prediction based on the concept of mini-threading. The method identifies useful fragments in Protein Data Bank (PDB) with variable lengths and retrieves spatial restraints. The multidimensional scaling method and least-squares minimization are used to build coarse-grain structural models. Our method uses the information in the PDB efficiently and the prediction time is in minutes when compared to hours and days required by existing methods.